. Circular dichroism analysis of the free N-Oct-3 DBD. Spectra were measured at increasing protein concentrations in Tris-HCl 50 mM, pH 7.5, NaCl 100 mM, DTT 2 mM . At concentrations greater than 0.7 mg/ml, a significant increase in the CD signal at 208 and 222 nm was detected, compatible with α-helix formation within the critical 7-residue portion of the DBD linker (see text). A low-resolution model was constructed using the ab initio program GASBOR (see text). The program represents the protein by an assembly of dummy residues (DRs) and uses simulated annealing to build a locally "chain-compatible" DR-model inside a sphere with the diameter D max . Several runs of this program yielded superimposable shapes, and a typical model fitting the data with χ=1.10 is displayed in semi-transparent beads. The Cα traces of the bound conformations extracted from the predicted N-Oct3/DRα and N-Oct3/CRH complexes (blue and red respectively) were each superimposed with the ab initio model of the free N-Oct-3 DBD. The bottom view is rotated clockwise by 90
